The DRB region is characterised by allelic polymorphism, and by gene copy number variation or region configuration polymorphism. Whereas in humans only five DRB region configurations, with profound allelic polymorphisms, are known, the equivalent region in macaques is more complex. For example, in a study involving a pedigreed cohort of cynomolgus macaques, 28 different region configurations were described, in which the number of DRB genes ranges from two to five per haplotype (2).
In humans, the DRA gene is not duplicated and is virtually non-polymorphic. Only five transcribed HLA-DRA alleles are known, coding for two different α-chains. In macaques, polymorphism for the DRA gene has been described, and many DRA alleles have been reported for cynomolgus, rhesus, and pigtailed macaques (http://www.ebi.ac.uk/ipd/mhc/nhp/) (5). Most base pair differences are synonymous, however, and the non-synonymous variation is mainly confined to the third codon of the leader peptide. This is in contrast to other MHC class II genes, in which polymorphism is observed in the exons encoding the peptide-binding amino acids. Two lineages of DRA alleles are distinguished in macaques: DRA*01 and the less frequent DRA*02. The proteins that are encoded by the second lineage differ for five amino acids, three of which are positioned in exon 2. These differences may have an influence on the binding of peptides.
Here, we report 37 additional Mhc-DRA alleles in cynomolgus macaques of various geographical origins, in Chinese rhesus monkeys, and in pigtailed macaques, detected by routinely conducted mRNA sequencing. The Indonesian cynomolgus macaques are housed at Alpha Genesis Inc. (Yemassee, SC). The Cambodian and Vietnamese cynomolgus samples, along with the Chinese rhesus macaque samples, were obtained from breeding centres in China ( Table 1 ). The pigtailed macaque samples were provided by Johns Hopkins University (Baltimore, MD).
Using RNA samples derived from the animals, first-strand cDNA synthesis was performed with the RevertAid kit (Thermo Fisher Scientific, Landsmeer, The Netherlands), followed by polymerase chain reaction (PCR) with primers 5 ′ DRA-F2 and 3 ′ DRA-R2 (6). Cloning, Sanger-sequencing, and data-analyses were performed as previously described (2) . The novel sequences, based on at least two PCR reactions, were submitted to the EMBL-EBI database, and -for official designations -to the non-human primate section of the IPD database. A total of 37 full-length mRNA sequences were submitted, respectively, 12 Mafa-DRA, 14 Mamu-DRA, and 11 Mane-DRA alleles, respectively (Table 1) .
Five alleles extend known sequences, whereas three redundant submissions appeared to confirm already known full-length alleles. The other 29 sequences represent unreported DRA alleles. The rhesus macaque Mamu-DRA*02:01 allele was reported earlier as Mamu-DRA*0106, based on genomic sequencing (1) 
